for 19 sample sites, and were compared with available freshwater diatom 
48
Within three years, D. geminata expanded its range to 3000 km, ranging from 38°
49
S to 53° S and it is now considered a 'plague', as declared by the Chilean 50 Subsecretaria de Pesca, Resolución Ex. 2064 /2010 (Leone et al., 2014 .
51
The most common way to identify D. geminata in Chile has been the taxonomic Didymosphenia genus still remain scarce in reference databases such as GenBank
58
(see Nakov et al. 2014 , Jaramillo et al. 2015 . Hence, complementing available genetic information could improve the information available to allow the early 60 detection and monitoring of this invasive species particularly in uncontaminated 61 rivers, helping managers to make conservation decisions about places invaded by 62 D. geminata (Bothwell et al., 2009; Darling and Blum, 2007 according to their degree of similarity or genetic distance (Saitou and Nei, 1987) .
124
The following two trees were built by using cladistics approximations, where group 125 sequences were formed based on the degree of similarity to the previously 126 identified groups. The cladistics trees were built using maximum parsimony (MP) and maximum likelihood (ML) (REFERENCE). It should be noted that the latter is a 128 probabilistic method, which is why it was selected for the final interpretation of 
149
To infer the historical processes that gave rise to sample populations, the relationships between haplotypes and geography were examined by a network of 151 haplotypes.
152
This network was built using the R pegas 0.9 module (Paradis 2010), in R sofware Location of the genetic sequence samples used to characterize the genetic diversity of Didymosphenia geminata in Chile. Jaramillo et al. (2015) 
